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In the title compound, C 15 H 13 N 3 O 4 , the molecule exists in a trans configuration with respect to the methylidene unit. The dihedral angle between the two benzene rings is 6.8 (2) . The C-N-NH-C torsion angle is 3.4 (3) . The molecule possesses an intramolecular N-HÁ Á ÁO hydrogen bond. In the crystal structure, adjacent molecules are linked through intermolecular C-HÁ Á ÁO hydrogen bonds, forming dimers
Related literature
For the biological activity of hydrazones, see: Zhong et al. (2007) ; Raj et al. (2007) ; Jimenez-Pulido et al. (2008) . For related structures, see: Ban & Li (2008a,b) ; Li & Ban (2009a,b) ; Yehye et al. (2008) ; Fun, Patil, Jebas et al. (2008) ; Fun, Patil, Rao et al. (2008) ; Yang et al. (2008) ; Ejsmont et al. (2008) .
Experimental
Crystal data C 15 H 13 N 3 O 4 M r = 299.28 Monoclinic, P2 1 =c a = 11.1843 (2) Å b = 11.3718 (3) Å c = 13.0519 (2) Å = 121.792 (2) V = 1410.96 (6) Å 3 Z = 4 Mo K radiation = 0.11 mm À1 T = 298 K 0.15 Â 0.13 Â 0.12 mm
Data collection
Bruker SMART CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.985, T max = 0.988 8270 measured reflections 3048 independent reflections 1964 reflections with I > 2(I) R int = 0.026 Refinement R[F 2 > 2(F 2 )] = 0.047 wR(F 2 ) = 0.138 S = 1.02 3048 reflections 203 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.17 e Å À3 Á min = À0.29 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx; Ày þ 1; Àz.
Data collection: SMART (Bruker, 1998); cell refinement: SAINT (Bruker, 1998); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. 
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Comment
Hydrazones derived from the condensation of aldehydes with hydrazides have been shown to possess excellent biological activities (Zhong et al., 2007; Raj et al., 2007; Jimenez-Pulido et al., 2008) . Due to the easy synthesis of such compounds, a great deal of hydrazones have been synthesized and structurally characterized (Yehye et al., 2008; Fun, Patil, Jebas et al., 2008; Fun, Patil, Rao et al., 2008; Yang et al., 2008; Ejsmont et al., 2008) . Recently, we have also reported the crystal structures of a few hydrazones (Ban & Li, 2008a,b; Li & Ban, 2009a,b) . In this paper, we report the crystal structure of the title compound.
In the structure of the title compound ( Fig. 1 ) the molecule exists in a trans configuration with respect to the methylidene unit. The dihedral angle between the two benzene rings is 6.8 (2)°. In the 2-methoxyphenyl unit, the methoxy group is nearly coplanar with the mean plane of the C9-C14 ring; the atom C15 deviates from this plane by 0.002 (2) Å. The torsion angle C7-N1-N2-C8 is 3.4 (3)°. The molecule possesses an intramolecular N-H···O hydrogen bond (Table 1 , Fig. 1 ).
In the crystal structure, adjacent molecules are linked through intermolecular C-H···O hydrogen bonds (Table 1) , forming dimers (Fig. 2 ).
Experimental
The compound was prepared by refluxing 4-nitrobenzaldehyde (1.0 mol) with 2-methoxybenzohydrazide (1.0 mol) in methanol (100 ml). Excess methanol was removed from the mixture by distillation. The colorless solid product was filtered, and washed three times with methanol. Colorless block crystals of the title compound were obtained from a methanol solution by slow evaporation in air.
Refinement
H2A, attached to N2, was located in a difference Fourier map and refined isotropically, with the N-H distance restrained to 0.90 (1) Å. Other H atoms were placed in calculated positions (C-H = 0.93 -0.96 Å) and refined as riding with U iso (H) = 1.5U eq (methyl C) and 1.2U eq (other C). A rotating group model was used for the methyl group. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (9) 0.0314 (7) 0.0037 (7) 0.0159 (6) −0.0002 (6) N2 0.0613 (9) 0.0581 (9) 0.0295 (7) 0.0065 (7) 0.0145 (6) −0.0012 (6) N3 0.0601 (9) 0.0703 (10) 0.0373 (7) 0.0068 (8) 0.0204 (7) 0.0109 (7) (9) 0.0423 (7) 0.0271 (9) 0.0207 (8) −0.0018 (6) O3 0.1009 (11) 0.0921 (11) 0.0426 (7) 0.0188 (8) 0.0264 (7) −0.0010 (7) O4 0.0927 (11) 0.0905 (10) 0.0455 (7) 0.0317 (8) 0.0135 (7) 0.0184 (7) C1 0.0465 (9) 0.0548 (10) 0.0384 (8) 0.0013 (7) 0.0200 (7) 0.0037 (7) C2 0.0539 (9) 0.0515 (10) 0.0405 (8) 0.0102 (7) 0.0195 (7) 0.0098 (7) C3 0.0561 (10) 0.0537 (10) 0.0395 (8) 0.0074 (7) 0.0209 (7) 0.0023 (7) C4 0.0454 (8) 0.0590 (10) 0.0342 (8) 0.0042 (7) 0.0178 (7) 0.0091 (7) 
